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Supplementary Figure 1.
Primer screening for optimal quantification of Chrm1 and Chrm2 mRNA levels. Comparative threshold cycle (CT) values (mean ± SD, N = 5) are plotted for each tested primer. Even if Chrm2 primer Mm01701855_s1 (gray shading) reached the threshold at almost the same cycle number as its "white" counterpart, reproducibility was better since the latter resulted in amplification in only 3 out of 9 repetitions. In the end, the "grey" primers were used in generating the data presented in the manuscript (Figure 1 , see also Methods section).
Supplementary Figure 2.
Representative examples of stain-free gel and mass spectra. A. Gel electrophoresis of the total proteins extracted from BMVEC and bEnd.3 samples run on 4-15% Criterion™ TGX Stain-Free™ Protein Gels. The visualization of stain-free gels after gel electrophoresis shows wellseparated proteins in the range of ~12 to ~200 kDa for both brain endothelial cell extracts. B. Total protein content (mean ± SD, N=5) quantified via the Bradford method. Protein levels were significantly higher in bEnd.3 compared to BMVEC samples (unpaired t-test, t = 8.384, df = 18, p < .0001). C-G. MALDI-TOF mass spectra of M1-5 receptors in BMVEC samples (identical MS spectra were obtained for bEnd.3 cells).
Receptors were identified based on the molecular or fragment peaks in the spectra corresponding to the most abundant, singly charged protein ions. On axis Y -intensity in atomic units, on X -m/z values. 
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